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Marine fungal isolates possess the molecular diversity 
of their secondary metabolites [1]. The EU funded 
Marine fungi project aims to sequence genomes of 
selected marine fungal isolates, which possesses 
genes encoding for secondary metabolites with 
potential roles in cancer treatment. 
Calcarisporium sp. has shown to produce various 
secondary metabolites with bioactivities (unpublished 
data). We used this fungi to sequence genome to 
unravel genes encoding for these bioactive compound 
producer secondary metabolites. We have assembled 
and annotated the genomic sequence of this fungi 
using Roche 454 FLX+ and Illumina HiSeq 2000. Now 
predicted genes are presently in process of validation 
using Illumina based RNA-seq. 
http://www.uni-kiel.de/Botanik/Kempken/fbkem.shtml 
Characteristics Calcarisporium Sp. 
Assembled genome size (Mb) 35 
Number of contigs 2464 
N50 (kb) 91.9 
Largest contig (kb) 420.22 
Average contig (kb) 14.62 
%GC content 50.7 
Number of Genes 15455 
Average intron length 120.7 
Average intron/gene 2.1 

Summary of genome assembly 
Results 
Summary of top 30 protein domains  5 
1. We sequenced genome of Calcarisporium sp. from the marine environment. 
 
2. The estimated genome size is ~35 Mb with 15455 genes and it possesses repeats as 1.28% of genome size. 
 
3. This fungus is a member of sardariomycetes, close to clade of Fusarium/Nectria. 
 
4.There is an expansion of secondary metabolites encoding genes in comparison to other fungal genomes. 
 1. König et al. (2006) Chembiochem 7(2):229-38. 
Discussion Conclusion 
We have sequenced the genome of Calcarisporium sp. from the marine environment with 
an estimated genome size of ~35 Mb (15455 genes) using two different DNA sequencing 
methods. This laid platform for various genetic studies using Calcarisporium sp.  
References 
3 This fungus are members of sordariomycetes and are close to the clade of Fusarium/Nectria based on 
genome annotation using homology searches.  
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Introduction 
Summary of genome annotation 2 
28% of genes are Non-Annotated in this genome 
1 Summary of  secondary metabolite encoding genes 6 
Modules of selected polyketide synthase (PKS) 7 
Top GO-terms assigned to encoded genes in three different 
categories.  4 
Molecular  
Function 
Biological  
Process 
Cellular 
Component KS - ketosynthase,  
AT - acyl transferase,  
ACP - acyl carrier protein,  
KR - -ketoreductase,  
ER - enoyl reductase,  
DH - dehydrogenase  
 
Expansion 
Total different protein domains: 2599 
8 Summary of repeats in this genome 
1.28% of total basepairs are repeats 
